ABSTRACT The draft genome sequence of Malassezia restricta KCTC 27527, a clinical isolate from a patient with dandruff, was previously reported. Using the PacBio Sequel platform, we completed and reannotated the genome of M. restricta KCTC 27527 for a better understanding of the genome of this fungus.
the hints and config files generated in the processes discussed above (13) . We corrected the gene structure where the splicing site differed from the actual transcript with the RNA-Seq mapping results in the Integrative Genomics Viewer (IGV) genome browser. Genome annotation was carried out with the NCBI RefSeq database release 88, eggNOG v. 4.5, and the KEGG database (14) (15) (16) . Mitochondrial gene prediction and annotation were performed using MITOS2 (17) .
As a result of the resequencing, all gaps were filled and the assembly was completed. A total of 9 chromosomes and a mitochondrion of 7,330,907 bp (GC content, 55.79%) and 38,720 bp (GC content, 31.4%), respectively, were estimated with a read coverage of 38.8ϫ. Further, 4,390 CDSs, 29 rRNAs, 74 tRNAs, and 9 noncoding RNAs (ncRNAs) were identified in the annotated assemblies of the chromosomes. The annotated mitochondrial genome contained 16 CDSs, 2 rRNAs, and 24 tRNAs. The genome statistics are summarized in Table 1 . The new assembly contained an additional 810 and 3 predicted CDSs in the chromosomes and mitochondrion, respectively, compared to our previous assembly.
Data availability. This whole-genome sequence has been deposited in GenBank under the accession numbers CP030251 to CP030260 from BioProject PRJNA477735. 
